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FEB 2 8 2003 ^fcample 4 

lapping of Nucleic Acid Sequences on the Human Genome 

Human genes were mapped using the Stanford G3 Hybrid Panel 
(Stewart et al . , 1997), which is marketed by Research Genetics, 
Huntsville, Alabama. This panel consists of 83 different genomic 
DNAs of human-hamster hybrid cell lines and. allows resolution of 
500 kilobases. The hybrid cell lines were obtained by fusion of 
irradiated diploid human cells with cells of the Chinese hamster. 
The retention pattern of the human chromosome fragments is 
determined by means of gene-specific primers in a polymerase 
chain reaction and is analyzed using software available from the 
Stanford RH server (http! / / www . stanf or r t edu/RH/rhco i v e i_f orm 2 , 
-■html) . This program determines the STS marker that is nearest to 
the desired gene. The corresponding cytogenetic band was 
determined using the "Mapview" program of the . Genome Database 
( GD B ) -7— f littp : / /gdb www-rdk-f-Z'- lifciidelbe i.- g . de) . 

In addition to mapping of genes on the human chromosome set 
by various experimental methods, it is possible to determine the 
location of genes on this by biocomputer methods. To do this, 
the known program e-PCR was used (Schuler GD (1998) Electronic 
PCR: Bridging the Gap between Genome Mapping and Genome 
Sequencing. Trends Biotechnol 16: 456-459, Schuler GD (1997). 
Sequence Mapping by Electronic PCR. Genome Res. 7: 541-550). 
The database used here no longer corresponds to the one cited in 
the literature, but is a further development which includes data 

from the public database RHdb (hfcfcp : / /www. Gbi.ac.uk/niidb/ 

~indoK.html-)-.. Analogously to the mapping by the hybrid panels, 



# 



the results were evaluated with. the above-mentioned software and 
the software of the Whitehead Institute 

-(ht^r* / /c nr br - m ■ wi mi +■ n^.^nnnny^. j 1 -)n n /mm i iL 1 g / rhmdpper . dIT . 
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TABLE 


I 




Col. 


1 - 


Sequence ID No. : 


Col. 


2 - 


Expression in hysteromyomic tissue: 


Col. 


3 - 


Function 


Col. 


4 - 


Modules 


Col. 


5 - 


Length of the applied sequence in bases 


Col. 


6 - 


Cytogenetic localization 


Col. 


7 - 


Next marker 


[Key 


to 


Table I: ] 


[Col. 


2 : 


] erhoht = elevated 



15, 17, 30, 31] unbekannt = unknown 

Homolog zu Homo sapiens... = homologous 
to homo sapiens... 

Humanes Homolog zu ... = human homolog 

Verlangerung von Seq. ID. 14 = 
Lengthening of Seq. ID. 14 



[Col. 3:] 

[Seq. ID No. : 14 , 

[Seq. ID No. : 16] 



[Seq. ID No. : 18] 
[Seq. ID No. : 52] 



/ 



0* 
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References to the modules: 

Pfam: Protein families database of alignments and HMMs 
•-■f pf am@aenger . au . u]<T) 

PROSITE: The PROSITE database, its status in 1999. Nucleic 
Acids Res- 27: 215-219 - (http : / / ^/wy, faixpdby . Ui / s pi-u t /pros tte html ) 
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^jjjxample 4 

tapping of Nucleic Acid Sequences on the Human Genome 

Human genes were mapped using the Stanford G3 Hybrid Panel 
(Stewart et al., 1997), which is marketed by Research Genetics, 
Huntsville, Alabama. This panel consists of 83 different genomic 
DNAs of human-hamster hybrid cell lines and allows resolution of 
500 kilobases. The hybrid cell lines were obtained by fusion of 
irradiated diploid human cells with cells of the Chinese hamster. 
The retention pattern of the human chromosome fragments is 
determined by means of gene-specific primers in a polymerase 
chain reaction and is analyzed using software available from the 
Stanford RH server. " _ 

; This program determines the STS marker that is nearest to 
the desired gene. The corresponding cytogenetic band was 
determined using the "Mapview" program of. the Genome Database 
(GDB). 

In addition to mapping of genes on the human chromosome set 
by various experimental methods, it is possible to determine the 
location of ' genes on this by biocomputer methods. To do this, 
the known program e-PCR was used (Schuler GD (1998) Electronic 
PCR: Bridging the Gap between Genome Mapping and Genome 
Sequencing. Trends Biotechnol ,16: 456-459, Schuler GD (1997). 
Sequence Mapping by Electronic PCR. Genome Res. 7: 541-550). 
The database used here no longer corresponds to the one cited in 
the literature, but is a further development which • includes data 
from the public database RHdb # 

Analogously to the mapping by the hybrid panels, 
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the results were evaluated with. the above-mentioned software and 
the software of the Whitehead Institute* 



TABLE 


I 


- 


Col. 


1 - 


Sequence ID No.: 


Col. 


2 - 


Expression in hysteromyomic tissue: 


Col. 


3 - 


Function 


Col. 


4 - 


Modules 


Col. 


5 - 


Length of the applied sequence in bases 


Col. 


6 - 


Cytogenetic localization 


Col. 


7 - 


Next marker 



[Key to Table I : ] 

[Col. 2:] erhoht = elevated 

[Col, 3:] 

[Seq. ID No.: 14, 15, 17, 30, 31] unbekannt « unknown 

[Seq. ID No.: 16] Homolog zu Homo sapiens . = homologous 

to homo sapiens... 

[Seq. ID No.: 18] Humanes Homolog zu ... = human homolog 

[Seq. ID No.: 52] Verlangerung von Seq. ID. 14 = 

Lengthening of Seq. ID. 14 
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References to the modules: 

Pfam: Protein families database of alignments and HMMs 

PROSITE: The PROSITE database, its status in 1999. Nucleic 
Acids Res. 27: 215-219 . 




